After the publication of this work [1] it was noticed that there were typographical errors in the following equations: equation 5 in column 2, equation 7 in column 2, equation 8 in column 1.
Performance was generally poor, with one method clearly underperforming and RSEM slightly outperforming the rest. In the first dataset, Flux Capacitor clearly underperforms compared with the other methods in the regions with most data (A between 3 and 8).
Here we see Flux Capacitor underperforming and RSEM slightly outperforming the other methods in the simulation dataset. With the exception of the underperforming Flux Capacitor, we found that the other algorithms performed similarly.
The eXpress entry in the webtool, including the log-file entry which includes the scripts, has also been updated. You can see this in the ENCODE: 2 reps, high depth tab here: http://rafalab.rc.fas.harvard.edu/rnaseqbenchmark
The authors apologize for this error. Metrics for single cell lines are averaged for both cell lines, except standard deviation is the square root of average squares. Columns 2-4 shows median standard deviation on three transcript abundance levels; column 5 shows proportions of discordant calls when K = 1; column 6 shows proportions of both non-expressed when K = 1; columns 7-9 show the mean proportion differences of transcripts in genes only having two annotated transcripts based on three transcript abundance levels; columns 10-12 show median log fold changes of true differentially expressed genes based on three abundance levels; column 13 shows standardized partial area under the curve for differential expression of genes. pAUC partial area under the receiver operating characteristic curve 
